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Overview: ene MassSieve v0.95 Possible uses for MassSieve:
. . . File Tools Help . . . .
The success of peptide sequence assignment algorithms such as OMSSA and Mascot for mass spectrometry has led to the need for a tool to = —_ . e Merge data from experiments, gel lanes, or fractions info a single dataset.
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Figures 8 & 9:

A list of all proteins and selected information about them is shown in Figure

Parsimony Ty EQuiv. P O g Li T®
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ALBLU BOVIN  SUBSET 23 1.8
ALBU_CANFA SUBSET FETA_HORSE EE‘H Fy
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ARCSE STAAR DGCRETE - ¥ 0.0

7 above. Figure 8 on the right shows the same list for a parsimony comparison
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69293.68
6860481
58538.79
TRe4G 69
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0.0
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0.0
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0.0

0.0

with the Unique Peps and the PepHits field expanded. These lists (like all
other lists in MassSieve) can be copied and pasted into another program (e.g.
Excel) or exported as a comma separated value formatted file.

sponding to another protein identification which is a superset.

A tab showing the differences between the experiments for each protein. Note than the parsimony comparison is
considered as an experiment for this comparison as well. The recursive nature of this definition allows comparisons

| Show Protein
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200604 19_ABRFd | 00a_mascol nmil
200604 19_ARRFA S50, mascolxmi

200604 19_ABRFAS0b_ormisa wmd

J00604 19 _A8RFd | 003, omdisa. oma
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200604 19_ABRFd 1 00a_omisa.omx
200604 19_ABRFd § 004 mascot.xml
200604 19_ARRF4E | 002 omisd.omx
200604 19_ABRFd | 00a_mascot.wml
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G.4% [(POSE1Y) SeMeaibumin precurior
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6.4 (PI2261) Antithrombin-Il precursor (ATHD T Protein Namse Unigue Pep " Pephiits, & KQTALVELVK 2 10 ;) 1127.69 MASCOT DMMSA : i : : : :
6.67 (QSRSA3) Antthrombin-l precursor (ATl ACSA? ACEXY Total=1. Exp50=1 Tothle 1. ExpS0e=1 ﬂﬁm : 7 6 928.49 MASCOT The Image on the IQF'I' shows a list of pepf.ldes and GSSOClG'I'ed. information
g:‘ (P32262) Antithrombin-il precursor (ATHD ALBU_BOVIN Totale3, Expl0w=2, ExpS0u2, Expl00e? Totale 14, ExplOwd, Exp50=10, EXp100=4 LHEX fu 1'}? ! fﬂﬂi Mgﬁ:: that would appear in the upper panel of Figures 1 & 2. The image below
e ALBU CANFA Totals], ExplO=], ExplOd=] Totil=]1, Expl0=],. Exnl0l=1] i ‘ MASCOT, . . . . . . .
0.0 ALBU_EQUAS Totale?, ExplO=1, Exp50=2, Expl00=1 Totile8, ExplOud, Exp50=4, Expl00=4 . el 9 13 ! 1370.56 MASCOT OMMEA, shows the individual pep’rlde hits for a glven pep’rlde.
4. 706 (PR12AT) Annexin AS [Annexln V) [Lipooorin V) !EHMU_FELC.I‘. Total=4_ ExplO=], Exp50=1, ExplO0=1 Totil=24, ExplO=8. Exp50=16, Expl00=8 EFMAETFTFHADICTLSER ' 1 2259.02 : MLASCOT CIALIRA,
0.0 ALBU HORSE Total=2. Expli=1, Expi0=l, ExplO0=] Total=]], ExplO=d, Exp50=T, ExplO0=4a LETVATLR i 8 c"" #q. RHPDYSWVWLLLR Peptide hit count” 10Proteing: 2 Theoretical Mass: 1466.84
4.76 (POS758) Annexin AS (Annexin V) (Lipocortin V) (ERC Atg1 HUMAN Totale26, Expl0w20, Exp50=22, Expl00=20 Toti=171, ExplO=81, Exp50=90, Expi00=81 Fl“mﬂﬁ:m :1 '*; ! aa7 ¢y Andviafrog  Scan  Query Expebct ION  idemt m/z  Exp.Mas AMax:  Charge  Dxperimer
- ALBU_MACMU Totalell, ExplOs7, Exp50«10, Epl00=7  Totle6d, ExplQ=24, Exp30=39, Expl00=24 e ' : 199737 owssa 1326 280  3.7265746044568E-7 490.26 1467.76 093 3 Exp 100
4.76: (QGRIWO} Anntdn AS (Annixin V) ALBUMGC  Toml=z, Expl0=2, Expl00=2 Totals3, Expl0=3, Expl00=3 VFDEFKPLVEEPUNLUIX 16 il ! d044.00 £ 2 s 4
_ MASCOT 1326 1595 0.0023 £7.1 3.0 490.26 146776 092 3 Exp 10
0.0 ALBU_RABIT Totalw?, ExplOe=], Exp50=2, Expl00=] Total=12, ExplO=, Expi0=6, Expl00=b LVRPEVDVMCTAFHDNEETFLX c 22 ! J643.18 45044 E 4 4
OMSSA 1326 280  3.7265746044%568E-7 90.26 1467.76 093 13 Expl0
.0 ANTI BOVIN Totale1, ExplO=1, ExpS0=1, Expl00=1 Totale, Expl0e=2, ExpS0=d, Expl00=2 FAPAY s 8 *‘ 939.56 ‘wmascor 1326 1505 0.002) §7.14 410 490.26 1467.76 0.92 ) Expl00
ANTI_HUMAN Totals5, Expl0=5, Exp50=5, Expl00=5 Totals36, ExplO=17, Exp50=19, Expl00=17 SHOAECVENDEMPADLPSLAADFVESK & &7 1 297334 4 o " " 4 .
MASCOT 1112 1743 2.6E 66,69 4£3.0 45997 146673 -0.11 3 Exp50
ANTI_MOUSE Total=l, ExplOs=], Exp50=1, Expl00=1 Totalu, ExplOe?, Exp50«4, Expl00=2 RHPYFYAPELLFFAX 1 1% ! 1857.99 45054 SE- 4 LEE.TE -
OMSSEA 1112 106  7.73114905427974E-7 §9.92 1466.7 0.09 3 Exp$0
ANTI_PONPY Total=S, ExplO=5, Exp50ws, ExplOQ=" Total= 26, ExplOe 17, ExpS0es, ExplOQel? VPOVSTIFTLVEWSR d 14 4 1510.84 £3YE- 4 i =
. | Sl - 4 : 1656 75  OMSSA 1312 268  1.5433£-291 89.9 146668 -0.15 1 Exp 100
ANTI_RHELP Totilel, Expl0el, Opigel, Expl00=] Vathing, Exploed, Dpiled, Bplog=l a3 MASCOT 1312 1593  0.0022 ST.39 430 489.9 146669 -0.15 3 Exp10
ANXS_BOVIN Totale], ExplO=1, Exp50=1, Expl00=1 Totals2, Exp50=2 LDELRDECK i el : 1073.53 P p i .
OMISSA 1312 268  1.5433£-291 89.9 146668 <0.15 ) Exp 10
ANXS_HUMAN Total=1, Expl0=1, Exp50=1, Exp100=1 Total=2, ExpS0=2 KRESARL I oo s 2. 2 1638.78 wascor 1312 1593 0.0022 $7.30 430 489.9 146669 -0.15 3 Exp100
i =2, ExplO=], Exp50=2, ExplO0=] Total=7, ExplO=d, ExpS0=], Expl00=a AVMDDFAAFVER 12 id 1 1341.63 ! ' ' : ' '
ANDCAS _BOVIN Tota : 2epemointity : - 1 aco.43 MASCOT 1118 1748  B.0E-4 61.69 430 490.26 1467.77 093 3 Exp30
ANDAS. CHICK Total=1. Exp50=1 Total=1, Exp50=1 A OCHEC DM A o - 3489 25 OMSSA 1118 111 1.67739172446591E-7 490.26 1467.76 093 1 £x050
ANKAS_HV...  Totli=g, BplU=1, Expi0e=d. Explit=] Totaie 7, ExplO=4. ExpiU=3. Exp100=4% 2 OMSssA 1319 274  1.47346-29) 489.9 146668 -0.15 3 Exp100
PRENAD e TSRS §y S DS RS S, Sig MASCOT 1319 1592 B.1E-4 6178 430 4899 146666 <-0.17 3 Exp 0
ANXAS FAN... Totll=2, BxplO=1, ExpiQ=i, Expl00=] Touhie7, E““W":'-E‘“"-"'I-E‘“*:'“" OISSA 13119 274 | 4734E-291 4899 l46668 -0.15 3 Expl0
ANXAS _RAT  Totale1, Exp50=1 Totale1, Exp50=1 MASCOT 1319 1502 B.1E-4 61.78 430 4899 146666 -0.17 3 Exp 100
ARGE_STAAR Totalsl, ExpS0=l Totals 1, Exp50s=1

Future Plans:

e Integrate with a Laboratory Information Management
System, such as CPAS.

e Display MS/MS scans for comparisons.

e Add ion current based quantification.

e Support additional search engines.
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